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DIVERSITY OF DNA REARRANGEMENT IN SPORE-FORMING BACTERA

& o
Akira YOSHINARI
REHA ekt

TEBURSER AT LAt e R A dnbk e A e Hiie

In Bacillus subtilis the s*-encoding gene, sigK, is disrupted by phage-like skin (sigK intervening) element thereby
splitting the gene into two protein coding sequences, 5’-end of sigK and 3’-end of sigK during sporulation. A
site-specific DNA recombinase promotes excision of skin from the chromosome and the joining in frame of two

partial genes to reconstitute a functional sigK gene. A search of microbial genome databases showed that various

bacterial genes, including sporulation-related homologous genes were disrupted by phage-like elements in
spore-forming bacteria. In this study, | found that Geobacillus thermoglucosidasius spoVR, B. vallismortis spoVK,

B.cereus gerE were a composite coding sequence generated via chromosomal rearrangement that excised

prophage-like elements. These results suggested that DNA rearrangement via prophage-like element is a common

phenomenon in spore-forming bacteria.
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